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List of abbreviations 
AA 2-aminobenzoic acid 
AAV ANCA-associated vasculitis 
ABC ammonium bicarbonate 
ACN acetonitrile 
ACPA anti-citrullinated protein antibodies 
ADCC antibody-dependent cellular cytotoxicity 
ANCA anti-neutrophil cytoplasmic antibodies 
C1q complement component 1 q 
CDC complement-dependent cellular cytotoxicity 
CE capillary electrophoresis 
CGE-LIF capillary gel electrophoresis with laser-induced fluorescence 
CH conserved heavy chain 
CID collision-induced dissociation 
CMV cytomegalovirus 
CRP c-reactive protein 
DC-SIGN dendritic cell-specific intercellular adhesion molecule-3 grabbing non-integrin 
DHB 2,5-dihydroxybenzoic acid 
DTT dithiothreitol 
EGPA eosinophilic granulomatosis with polyangiitis 
ELISA enzyme-linked immunosorbent assay 
Endo S endoglycosidase S 
ER endoplasmic reticulum 
ERLIC electrostatic repulsion HILIC 
ESI electrospray ionization 
ETD electron-transfer dissociation 
FA formic acid 
Fab fragment antigen binding 
Fc fragment crystallizable 
FcεR Fc-epsilon receptor 
FcγR Fc-gamma receptor 
FEIA fluorescent-enzyme immune assay 
FRS Framingham risk score 
GBP glycan-binding protein 
GC glucocorticosteroid therapy 
GDob1 chimeric MN12H2 antibodies with V genes from the human monoclonal IgG2 antibody DOB1 
GlcNAc N-acetylglucosamine 
GPA granulomatosis with polyangiitis 
HDLC high density lipoprotein cholesterol 
HEK human embryonic kidney 
Hex hexose 
HexNAc N-acetylhexosamine 
HILIC hydrophilic interaction liquid chromatography 
HIV human immunodeficiency virus 
HPLC high performance liquid chromatography 
HR hazard ratio 
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Ig immunoglobulin 
IL interleukin 
IT ion trap 
IVIg intravenous Immunoglobulin 
LC liquid chromatography 
LDLC low density lipoprotein cholesterol 
LEMS lambert-Eaton Myasthenic Syndrome 
MALDI matrix-assisted laser desorption ionization 
MBL mannose-binding lectin 
MPA microscopic polyangiitis 
MPO myeloperoxidase 
MRM multiple reaction monitoring 
MS mass spectrometry 
NCGN necrotizing glomerulonephritis 
NeuAc N-acetylneuraminic acid 
PBS phosphate buffered saline 
PR3 proteinase 3 
PNGase F N-glycosidase F 
PTM post-translational modification 
qTOF quadropole TOF 
RA rheumatoid arthritis 
ROC receiver operating characteristic 
RP reversed phase 
RSD relative standard deviation 
SA sialic acid 
SD standard deviation 
SDS-PAGE sodium dodecyl sulfate polyacrylamide gel electrophoresis 
SIGN-R1 specific intercellular adhesion molecule-3 grabbing non-integrin related 1 
t-ITP transient isotachophoresis 
T3 triiodothyronine 
TC total cholesterol 
TFA trifluoroacetic acid 
TG triglycerides 
TNP trinitrophenol 
TOF time-of-flight 
UHPLC ultra high performance liquid chromatography 
ZIC HILIC zwitterionic HILIC 
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